In South Africa, Eucalyptus species, hy+ bdds, and clones are grown commercially <lnd account for more than 50% of all newly afforested areas (I). This hard\vood tree is used for the produclion of solid timher products and is also the hasis of an internationally important pulp and paper industry. A numher of fungal diseases cause se\'ere damage to eucalypts in South Africa, notahly Cryphonectria canker (4), Coniothyrium canker (26) , 13otryosphaeria canker (19.20) , and rv1ycosphaerella leaf blorch (6) :;olwwcearll/1l (7) and bacterial dieb.lck caused by Xallllw/1IOllaS cllcalypri (22) . Uacterial wilt has recently been reported for the first time on Eucalyptus in South Africa (5) , while in Australia hacterial dieback ha:; heen found only on Eucalyptus citriodora (22) . In 1998, a se\"ere disease appeared in a single nursery in KwaZululNatal. South Africa, on ramets of an E. gnllldi.~x E. nitens (GN) hybrid clone. The disease subsequently spread to other nurseries and commercial plantations and to a number of different El/c~l)ptlls species, hybrids, and clones. Typical symptoms of bacterial blight ( Fig. 1) include tip dieback and leaf spots on young leaves. The leaf spots are initially water-soaked and often coalesce to form larger lesions. The pathogen appears to spread from the leaf petiole into the main leaf vein and from there to the adjacent tissue. Thus, lesions on the leaf are often concentrated along the main veins. Leaf petioles become necrotic, which resuits in premature abscission of the leaves. Trees assume a scorched appearance in the advanced stages of the disease and after repeated infections become stunted. Due to the resultant formation of many new growing tips and epicormie shoots, the trees have a bushy appearance. Highly suscepti. ble species, hybrids, and clones exhibit a combination of dieback and blight symp+ toms, while those more tolerant show only leaf spot symptoms. A bacterium was consistet1tly isolated from symptomatic tissue and tentatively identified as an I:-n\'i"ia sp. based on morphology, motility. colony color, fermentative utilization of glucose, and results from catalase and oxidase tests.
The disease on Elicalypllu is more preva.
lent in areas of South Africa where the tem.
peratures are relatively low (between 20 and 25°C) ami the relative humidity high. The means of entry of this paLhogeninto its host ha." yct to 1x: established. Ilo\\"e\"er, in nurs. cries where vegetative propag~ltion is practiced, the hacterium enters the cut surfaces of cuttings and reduces their ahility to root by nc.lrly 100'70.
El/calypJus -"pr. belong to the family also were conducted. The bacterial strains were identified using Biolog's Gram negative GN l\.licroplate technique. together with Biolog's MicroLog version 4.0 software (Biolog).
Tests forming pan of the API 20E and API 50 CHE systems (BioMerieux. La Balme Ics Grottes. Montalieu Vercieu, France) were performed on the four strains from Eucalyptus and the type strain of Paflloea allallatis. LMG 2665T, using the procedure described by Mergaert et al. (14) . Acid production from carbohydrates and esculin hydrolysis was recorded after 48 h using the API 50 CHE tests. Gelatin liquefaction, indole acetoin, and hydrogen sulfide production, arginine dihydrolase. lysine, and ornithine decarboxylascs. tryp. tophan deaminase, B-D-galactosidase, urease, and citrate utilization were recorded after 24 h using the API 20E tests. Profiles were identified using the APILAB V4.0 identification program (BioMcrieux).
F~llty 3cid analysis. The strains from Eucalyptus and LMG 2665T were charac. terized by the profiles of fatty acid methyl ester separated by gas-liquid chromatography. The profiles were compared with those of known species in the Microbial Identification System (MIS) database, TSBA version 4.0 (MICROBIAL ID Inc..
Newark. DE).
16S rRNA gene amplification and se. quenl'ing. A section of the 16S rRNA gene of the four strains was amplifiet!using the univers:lI eubacterial primer pairs. fDl (5'-AGA GTr TGA TCC TGG erc AG-3') and rDI (5'-AAG GAG GTG ATC CAG CCG CA-3') (25) . The purified polymerase chain reaction (PCR) products were cloned and then sequenced with the primers tD I and rD I as well as with the internal primers OT! (5'-GAA GAA GGC CTT CGG GTT G-3') and on (5'-CAC GAC ACG AGC TGA CGA C-3') (25) using the Big Dye terminator cycle sequencing kit (Applied Biosystems, Foster City, CA). Se. quences were analyzed using an ABI Prism 377 DNA sequencer and edited with the program Sequence Navigator (Applied Biosystems). The GenBanklEMBL databases were used for homology searches using the BLAST program (t\'ational Center for Biotechnology Information. U.S. National Institutes of Health. Bethesda. MD). A selection of 16S rD~A sequences obtained from a BLAST search were aligned with the partial sequences of the four strains using CLUSTALW (21 isolated from these inoculated plants was shown to be identical. based on phenotypic characteristics, to the original strains used in these pathogenicity tests. Pantoea stewartii subsp. stewartii =
[U80208]
Pectobacterium cypripedii
data using the Biolog Gram negative microplate system showed that the strains belong to the Enterobacteriaceae. Although the Biolog system gave no exact identification, as reflected by the low percent similarity, the metabolic profile of the bacterial strains most closely resembled the database profile of Pantoea agglomerans, with a similarity index of 0.315. Strains LMG 20103, LMG 20104, LMG 20]05, and LMG 20106 and Pantoea ananatis strain LMG 2665T were positive for acid production from glycerol, Larabinose, ribose, D-xyIose, D-galactose, Dglucose, D-fructose, D-mannose, L-rhamnose, meso-inositol, mannitol, sorbitol, Nacetylglucosamine, arbutine, salicine, cellobiose, maltose, lactose, melibiose, sacc harose, trehalose, D-raffinose, D-arabitol, esculine hydrolysis, l3-galactosidase, citrate utilization, indole production from tryptophan, and acetoin production. The strains were negative for acid production from meso-erythritol, o-arabinose, L-xylose, adonitol, l3-methylxyloside, L-sorbose, dulcitol, a-methyl-o-glucoside, inu1ine, melezitose, starch, glycogen, meso-xylitol, D-turanose, o-Iyxose, D-tagatose, 0-and Lfucose, L-arabitol, gIuconate, 2-ketogluconate, 5-keto-gluconate, arginine dihydrolase, lysine decarboxylase, ornithine decarboxylase, hydrogen sulfide production. and tryptophan deaminase. Different reactions, positive or negative, were obtained for urease and a-methyl-Dmannoside, amygdalin, and o-gentiobiose. Unlike 
